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Appendix Figure S1 - Changes in slow- and fast-cycling epidermal stem cells

signature gene expression from H2B-GFP mice during aging.

A-D. Examples of > 2-fold upregulated (A, B) or downregulated (C, D) young LRC

and nLRC signature genes in the 2-year-old counterparts. Graphs show mean RPKM +

S.D., P value is at least <0.05 from t-tests for all the comparisons shown between young

LRCs vs nLRCs.

E, F. Young LRC or nLRC signature genes for which expression patterns were

maintained in the 2-year-old LRCs or nLRCs. Graphs show mean RPKM =+ S.D. and

N=3

mice per group.



